Salmonella enterica subsp. enterica isolates are the leading cause of foodborne illness worldwide. Here, we report the draft genomes of 26 Salmonella isolates of food and clinical origin, belonging to four serovars, associated with outbreaks from 1999 to 2006 in the south of Brazil.
N ontyphoidal Salmonella spp. are a major cause of diarrheal illness worldwide, leading to an estimated 93 million enteric infections and around 155,000 deaths annually (1) . These 26 Salmonella enterica subsp. enterica strains (from serovars Infantis, n ϭ 7; London, n ϭ 6; Typhimurium, n ϭ 7; or Johannesburg, n ϭ 6) were isolated from a variety of sources, including chicken meat, turkey sausage, humans, etc., related to multiple outbreaks in the south of Brazil between 1999 and 2006 ( Table 1 ). S. Infantis has been resistant to a variety of antibiotics and identified as an etiological agent of severe gastroenteritis, leading to hospitalized children in Brazil since 1994 (2) . S. London has been reported to be resistant to colistin in strains isolated from swine in Brazil (3). S. Johannesburg, isolated in Brazil and carrying the genes qnrA1 and qnrB19, showed plasmid-mediated resistance to nalidixic acid, a first-generation quinolone (4). S. Typhimurium has been one of the top serovars causing gastroenteritis worldwide (5) . Sequence type 19 (ST19) has been reported as the most prevalent ST, followed by the more invasive ST313 (5) . As of 6 February 2020, without counting our submission, the Pathogen Detection isolates browser (https://www.ncbi.nlm.nih.gov/pathogens/) contained 54 S. Infantis, 1 S. London, 223 S. Typhimurium, and 0 S. Johannesburg isolates from Brazil. Besides offering genomic diversity information for isolates implicated in these outbreaks 2 decades ago, our data are also valuable for ongoing outbreak investigations and evolutionary history for these four serovars' isolates.
The 26 Salmonella isolates were from the Central Laboratory of Parana State and the State University of Londrina, Brazil (6) (7) (8) . A DNeasy blood and tissue kit (Qiagen, Inc., Valencia, CA) was used to extract genomic DNA from the culture after a 16-h incubation period at 37°C in tryptic soy broth (TSB) (Becton, Dickinson, Franklin Lakes, NJ). A Qubit 3.0 fluorometer (Life Technologies, MD) was used to measure DNA concentrations. Library preparation was conducted following Nextera XT protocols, and paired-end reads were sequenced on the NextSeq 500 system (Illumina, San Diego, CA) using a NextSeq 500/550 high output kit v2 (300 cycles). We selected data based on the following criteria: cluster density (between 170,000 and 220,000/mm 2 ) and percentage of clusters passing filters (greater than 80%). Trimmomatic (9) was used to trim the raw reads, and SPAdes v3.8.2 (10) was used to assemble the data using default parameters. The NCBI Prokaryotic Genome Annotation Pipeline (PGAP) v4.10 ( 
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Data availability. The genome sequences of these 26 Salmonella isolates were deposited in GenBank, and the SRA and whole-genome sequence (WGS) accession numbers are available in Table 1 . 
